Highly repetitive Hind III restriction fragments of 0.72-0.76 KBP from total Xenopus laevis genomic DNA are organized in a tandem like arrangement. Cloning of these fragments in pBR 322 with subsequent restriction site mapping and nucleotide sequence analysis of some selected clones showed two different types of sequences. 25-30% of material represent the oocyte specific 5 S DNA repeat units, 70-75% are similar to the recently described repeat elements of satellite 1 DNA. Hybridization of a genomic DNA library to such a 745 BP monomenc repeat unit and investigation of some clones with positive autoradiographic signals revealed structural heterogeneities of repeat elements, in that the 745 BP sequence cross-hybndized with 1037 BP Hind III repeat units. Nucleotide sequence analysis demonstrated that the two types of sequences show a homology of B4.3SS and that the 1037 BP sequence additionally contains duplicated elements of the 745 BP sequence as well as apparently unrelated DNA sequences.
INTRODUCTION
Highly repetitive DNA sequences organized in a tandem like arrangement of monomenc units occur in genomic DNA of most plant and animal cells (1) (2) (3) . It was suggested to designate them generally as satellite DNAs, regardless of whether or not they can be separated from the bulk of cellular DNA by isopycnic gradient centrifugation (3, 4) . The monomeric units may usually be detected after digestion of genomic DNA with appropriate restriction endonucleases and electrophoretic se- Besides smaller amounts of oocyte specific 5 S genes, known to be organized in a tandem like arrangement of Hind III repeats (11) (12) (13) , it contains another class of highly repetitive DNA, which has recently been identified as satellite 1 DNA by Lam and Carroll (14) or as OAX (fJocyte Activated Xenopus) DNA by Ackermann (15) . Analysis of genomic DNA clones from a cosmid library revealed that this sequence exhibits structural heterogeneities in its genomic arrangement. In this report the sequence of a closely related 1037 BP monomeric repeat unit is presented and it is compared to the 745 BP sequence.
MATERIALS AND METHODS
Isolation of DNA and digestion with restriction enzymes DNA was isolated from liver of an adult Xenopus laevis female by the proteinase K/phenol extraction procedure (16) . Digestion of DNA with various restriction enzymes was performed as proposed by commercial suppliers. Restriction fragments were electrophoretically separated on IS agarose slab gels in 0.03 M Tris (pH 7.6), 0.03 M NaH. PO^, 1 mM EDTA, and stained with ethidium bromide. Polyacrylamide gels (45) were run in 50 mM Tris-borate (pH 8.3). Absorbance was measured with a gel scanning accessory to a Gilford 260 spectrophotometer and the amounts of DNA were calculated using an internal computer program .
Nick translation and hybridization to Southern blots
The 0.75 KBP Hind III fragments from total genomic DNA di-32 gests or the cloned sequences (see below) were P-labelled by nick translation using a commercial kit (Amersham Buchler) and the protocol enclosed. Genomic DNA was blotted on nitrocellulose paper (17) and hybridized with the labelled probes, subsequently washed with 0.1 x SSC at 50°C and submitted to autoradiography at -70°C. (19) .
Nucleotide sequencing
Restriction fragments of DNAs to be sequenced were isola-3 2 ted and 5'-end labelled by polynucleotide kinase with (j--P)-ATP using a commercial kit (NEN) and the protocol enclosed.
After cleavage with a second restriction enzyme or strand separation the fragments were submitted to the chemical sequencing reactions described by Maxam and Gilbert (20) . Sequence comparisons and search for repeat units within a sequence was greatly facilitated by using a computer program developed in our laboratory by Dr. B. Uittig on the basis of the program described by Larson and Messing (21) . base pair Hind III fragment is 32 times repeated (see figure 5 ).
RESULTS

Digestion of Xenopus
Restriction enzyme analysis of the monomeric units (or of the large Eco RI fragment) with Hae III, Sau 96 I and Puu II demonstrated that they belong to the RHM 2 family and are organized in a head to tail linkage (not shown). Furthermore, cos XL25B6D1 is of particular interest, since it represents a ge- 
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